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Key features

© Biomarker discovery

© Drug mechanism of action o Disease mechanisms

o Target identification and validation

o User-friendly visualization tools

For the analysis and interpretation of omics
data
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Interactive tools to explore and compare data-
sets
Heat map, &322t pathway
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Interactive analysis of plausible upstream reg-
ulators
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Detailed examination of downstream effects
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Simulation of perturbations in subnetworks
and canonical pathways
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You can predict the upstream and downstream effects of @

activation or inhibition on other molecules. Begin by applying | sz
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in silico.

Predict effect of dataset or in silico changes
Predict effects:

Activate or inhibit molecules interactively in silico
Select the value to apply and then click the molecules you
wish to apply them to.
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Quickly customize relationship content for
analyses
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miRNA-mRNA target networks

Transcriptional networks

Phosphorylation cascades

Protein-protein or protein-promoter interaction networks
Chemical/drug effects on proteins
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Took: [ Add My Findings
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Comprehensive filtering tools to confidently
identify mRNA targets
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